later analysis, some sequences do align with published samples. Our analysis leads us to conclude, however, that the Denisova sample was significantly degraded and the resulting sequence up to 16193 contains corrupted mtDNA. After 16193 if one reads into the sequence a break as appears in the Krings, et al. 1997 as an insert of a cytocine between 16193 and 16194.
We note this insert in the Caldararo & Gabow 2000 paper where we align several modern reference sequences with several ancient sequences both identified from Neandertal material (Feldhofer consensus) and early moderns. There is another insert between 16262 and 16263 in the Krings et al. sequence for Feldhofer but this does not appear in the Denisova sequence. If one adds the Denisova Cave sequence to our alignment (see figure 1 ) and begin the reading from the Neandertal insert we find that the Denisova sequence then fits the reference sequence of Anderson and that used by Krings (1997) with only a few bp variations (18). The same is not true when one reaches 16264. There is also an insert between 16263 and 16264 in the Neandertal sequence but if one reads ignoring the Neandertal insert using the Denisova data the reading is nearly identical to the contemporary modern human sequence.
This changes the appearance of the Denisova sequence and makes it appear to reflect a combination of Neandertal sequences and AMH sequences consistent with the recent analysis of the Neandertal genome by Green et al. (2010) . In the entire sequence from 16020 to 16409 the adjusted Denisova sequence agrees with the Neandertal sequence of Krings, et al. 1997, 17 The recognition of the Neandertal inserts in the Denisova sequence changes the reading considerably and indicates that the sequence before the insert at 16194, perhaps ending at 16181 is corrupt either from degradation or during preparation for sequencing. There may be another explanation for the lack of sequence alignment before that location and the substantial agreement after it. Nevertheless, this finding argues for modern human status of the Denisova sample and against a new species designation as suggested from the original analysis (Krause, et al., 2010) . What is also interesting is that the Genbank Neandertal Feldhofer sequence (FM865407.1) differs substantially from the clones published in the original Cell article by Krings, et al. (1997) . 
